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Proper Citation

BindingDB (RRID:SCR_000390)

Resource Information

URL.: http://www.bindingdb.org

Proper Citation: BindingDB (RRID:SCR_000390)

Description: Web accessible database of data extracted from scientific literature, focusing
on proteins that are drug-targets or candidate drug-targets and for which structural data are
present in Protein Data Bank . Website supports query types including searches by chemical
structure, substructure and similarity, protein sequence, ligand and protein hames, affinity
ranges and molecular weight . Data sets generated by BindingDB queries can be
downloaded in form of annotated SDfiles for further analysis, or used as basis for virtual
screening of compound database uploaded by user. Data are linked to structural data in PDB
via PDB IDs and chemical and sequence searches, and to literature in PubMed via PubMed
IDs .

Synonyms: BindingDB
Resource Type: data or information resource, database

Defining Citation: PMID:26481362, PMID:17145705

Keywords: drug, drug discovery, drug target, binding affinity, protein interaction, small
molecule-protein interaction, interaction, protein, small molecule, FASEB list

Funding: NIGMS GM070064;

NSF 9808318;

National Institute of Standards and Technology ;
NIGMS R24 GM144232

Availability: Free, Freely available



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_000390/resolver
http://www.bindingdb.org
https://pubmed.ncbi.nlm.nih.gov/26481362
https://pubmed.ncbi.nlm.nih.gov/17145705

Resource Name: BindingDB

Resource ID: SCR_000390

Alternate IDs: nif-0000-02603

Record Creation Time: 20220129T080201+0000

Record Last Update: 20250426T055414+0000

Ratings and Alerts
No rating or validation information has been found for BindingDB.

No alerts have been found for BindingDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 41 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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